Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; disorder in main residue; R factor = 0.051; wR factor = 0.148; data-to-parameter ratio = 12.7.
In the title complex, [Mn(C 12 H 16 NO 5 ) 2 ]Á2CH 3 OHÁ0.5H 2 O, the Mn II atom has a distorted octahedral coordination geometry in which two N atoms from two 6-methoxy-2-[tris(hydroxymethyl)methyliminomethyl]phenolate ligands adopt a trans arrangement. The Mn-O(H) bonds (mean length 2.134 Å ) are significantly longer than the Mn-O and Mn-N bonds (mean length 2.011 and 2.027 Å , respectively), and the dihedral angle between the mean planes through the aromatic rings of the two ligands is 76.8 (1) . A complex network of O-HÁ Á ÁO hydrogen bonds is formed between the complexes and the uncoordinated methanol and water molecules. The C and O atoms of one C-OH group are disordered with equal occupancies.
Related literature
For Schiff-base complexes of transition metals, see: Ward (2007) . For details of the synthesis and a related structure, see: Wang et al. (2007) .
Experimental
Crystal data [Mn(C 12 Table 1 Hydrogen-bond geometry (Å , ). 
Refinement
H atoms bound to C atoms were refined using a riding model with C-H = 0.93 Å, U iso (H) = 1.2U eq (C) for aromatic H atoms, C-H = 0.96 Å, U iso (H) = 1.5U eq (C) for methyl H atoms and C-H = 0.97 Å, U iso (H) = 1.2U eq (C) for methylene H atoms. H atoms bound to most of the O atoms were located in difference Fourier maps and refined with O-H restrained to be 0.85 (1) Å and with U iso (H) = 1.5U eq (O). The exceptions were for the disordered C-OH groups and the lattice water molecules: in these cases, the H atoms were placed so as to form reasonable H-bonds with O-H = 0.85 Å and refined as riding with U iso (H) = 1.5U eq (O). The C-O bonds of the disordered C-OH groups and the lattice methanol molecules were restrained to a common refined value with an uncertainty of 0.02 %A.
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Figures Fig. 1 . The molecular structure with displacement ellipsoids at 30% probability for non-H atoms. Monoclinic, P2 1 /n Mo Kα radiation λ = 0.71073 Å Hall symbol: -P 2yn
Cell parameters from 5287 reflections a = 8.141 (2) 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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